FIGURE 34 



GCCGCGGCGAGAGCGCGCCCAGCCCCGCCGCGATGCCCGCGCGCCCAGGACGCCTCCTCCCGCTGCTGGCCCGGC 

CGGCGGCCCTGACTGCGCTGCTGCTGCTGCTGCTGGGCCATGGCGGCGGCGGGCGCTGGGGCGCCCGGGCCCAGG 

AGGCGGCGGCGGCGGCGGCGGACGGGCCCCCCGCGGCAGACGGCGAGGACGG&CSlGGACCCGCACy^ 

TGTACACGGCCGACATGTTCACGCACGGGATCCAGAGCGCCGCGCTICTTCGTCATGTTCTTCGCGCCCTGGTGTG 

GACACTGCCAGCGGCTGCAGCCGACTTGGAATGACCTGGGAGACAAATACAAGAGCa.T(^^ 

ATGTGGCTAAAGTGGACTGCACGGCCCACTCCGACGTGTGCTCCGCCCAGGGGGTGCGAGGATACCCCACCTTAA 

AGCTTTTCaAGCCAGGCCAAGAAGCTGTQAAGTACCAGGGTCCTCGGGACTTCCAGACACTGGAAAACTGGATGC 

TGCAGACACTGAACGAGGAGCCAGTGACACCS^GAGCCGGAAGTGGAACCGCCCAGTGCCCCCGAGCTC^ 

GGCTGTATQAGCTCTCAGCa^GCAACTTTGAGCTGCACGTTGCR,CAAGGCGACCACTTTATCAAGTTCTT^^ 

CGTGGTGTGGTCACTGCAAAGCCCTGGCTCCaACCTGGGAGCAGCTGGCTCTGGGCCTTGAACATTCCGAAACTG 

TCAAGATTGGCAAGGTTGATTGTACACa.GCACTATGAACTCTGCTCCGGAAACCAGGTTCGTGGCTATCCCaCT 

TTCTCTGGTTCCGAGATGGGAAAAAGGTGGATCAGTACAAGGGAAAGCGGGATTTGGAGTCACTGAGGGAGTACG 

TGGAGTCGCSIGOTGCAGCGCACAGAGACTGGAGCGACGGAGACCGTCA 

CTGAGCCCGAGGCTGACyiAGGGCACTGTGTTGGCACTCaCTGAAAATAACTTCGATGAaiCCATTG 

TAACCTTCATCaAGTTTTATGCTCCATGGTGTGGTCATTGTAAGACTCTGGCTCCTACTTGGGAGGAACTCTCTA 

AAAAGGRATTCCCTGGTCTGGCGGGGGTCAAGATCGCCGAAGTAGACTGCy^CTGCTGAACGGAATATCTGCAGCaV 

AGTATTCGGTACGAGGCTACCCCACGTTATTGCTTTTCCGAGGAGGG?^GAAAGTCAGTGAGCACAGTGGAGGCA. 

GAQACCTTGACTCGTTACa.CCGCTTTGTCCTGAGCCaAGCGAAAGACGAACT TTAGG AACaCAGTTGGAGGTCAC 

CTCTCCTGCCCSIGCTCCCGCACCCTGCGTTTAGGAGTTCAGTCCCACAGAGGCCSICTGGGTTCCC^ 

GTTCAGAAAGCl\GAACATACTAAGCGTGAGGTATCTTCTTTGTGTGTGTGTTTTCCyulGCCaAC^ 

ATTCTTTATTAAGTTAAGTTTCTCTAAGTAAA.TGTGTAACTCATGGTCACTGTGTAAACATTTTCAGTGGCGATA 

TATCCCCTTTGACCTTCTCTTGATGAAATTTACATGGTTTCCTTTGAGACTAAAATAGCGTTGAGGGAAATGAAA 

TTGCTGGACTATTTGTGGCTCCTGAGTTGAGTGATTTTGGTGAAAGAAAGCACATCCAAAGCATAGTTTACCTGC 

CCACGAGTTCTGGAAAGGTGGCCTTGTGGCAGTATTGACGTTCCTCTGATCTTAAGGTCACAGTTGACTCAATAC 

TGTGTTGGTCCGTAGCATGGAGCAGATTGAAATGCAAAAACCCaVCACCTCTGGAAGATACCTTCACGGCCGCT 

TGGAGCTTCTGTTGCTGTGAATACTTCTCTCAGTGTGAGAGGTTAGCCGTGATGAAAGCAGCGTTACTTCTGACC 

GTGCCTGAGTAAGAGAATGCTGATGCCATAACTTTATGTGTCGATACTTGTCAAATCAGTTACTGTTCAGGGGAT 

CCTTCTGTTTCTCa.CGGGGTGAAACATGTCTTTAGTTCCTCATGTTAACACGAAGCCAGAGCCa^CATGAACTGT 

TGGATGTCTTCCTTAGAAAGGGTAGGCATGGAAAATTCCACGAGGCTCATTCTCAGTATCTCATTAACTCATTGA 

AAGATTCCAGTTGTATTTGTC:a^CCTGGGGTGACAAGACCAGACaGGCTTTCCCa.GGCCTGGGTATCCa 

TCTGCA6CCCTGCTGAAGGGCCCTAACTAGAGTTCTAGAGTTTCTGATTCTGTTTCTCAGTAGTCCTTTTAGAGG 

CTTGCTATACTTGGTCTGCTTCaAGGAGGTCGACCTTCTAATGTATGAAGAATGGGATGa^TTTGATCTC^ 

CAAAGACAGATGTCAGTGGGCTGCTCTGGCCCTGGTGTGCACGGCTGTGGCAGCT6TTGATGCCAGTGTCCTCTA 

ACTCyiTGCTGTCCTTGTGATTAAA<:a.CCTCTATCTCCCTTGGGAATAAGa^CATACAGGCTTAAGCT 

GATAGGTGTTTGTCCTTTTACCATCGAGCTACTTCCCATAATAACCaOTTTGCATCCAACaCTCTTCACCC^ 

CCCATACGCaAGGGGATGTGGATACTTGGCCCAAAGTAACTGGTGGTAGGAATCTTAGAAACAAGACCA^^ 

CTGTCTGTCTGAGGCAGAAGATAACSVGa^GCATCTCGACCAGCCTCTGCCTTAAAGGAAATCTTTATTAAT^ 

CACAACTTCAGCTTTGCATCa^CGAGTCTTGTATTCCAAGAAAATCAAAGTGGTACZ^TTTGTTT^^ 
GATACTTTCTAAATAAACTCTTTTTTTTTAA 



FIGURE 35 



X / us r / seqdb2 / s s t /DNA/Dnaseqs . min/ ss . DNA4 6776 
xsubunit 1 of 1, 432 aa, 1 stop 
xMW: 47629, pi: 5.90, NX(S/T): 0 

MPARPGRLLPLLARPAALTALLLLLLGHGGGGRWGARAQEAAAAAADGPPAADGEDGQDPHS 

KHLYTADMFTHGIQSAAHFVMFFAPWCGHCQRLQPTWNDLGDKYNSMEDAKVYVAKVDCTAH 

SDVCSAQGVRGYPTLKLFKPGQEAVKYQGPRDFQTLENWMLQTLNEEPVTPEPEVEPPSAPE 

LKQGLYELSASNFELHVAQGDHFIKFFAPWCGHCKALAPTWEQLALGLEHSETVKIGKVDCT 

QHYELCSGNQVRGYPTLLWFRDGKKVDQYKGKRDLESLREYVESQLQRTETGATETVTPSEA 

PVLAAEPEADKGTVLALTENNFDDTIAEGITFIKFYAPWCGHCKTLAPTWEELSKKEFPG 

GVKIAEVDCTAERNICSKYSVRGYPTLLLFRGGKKVSEHSGGRDLDSLHRFVLSQAKDEL 

Signal sequence: 

amino acids 1-32 
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CTTTTCTGAGGAACCACAGCAATGAATGGCTTTGCATCCTTGCTTCGAAGAA?iCCAATTTAT 
CCTCCTGGTACTATTTCTTTTGCAAATTCAGAGTCTGGGTCTGGATATTGATAGCCGTCCTA 
CCGCTGAAGTCTGTGCCACACACACAATTTCACCAGGACCCAAAGGAGATGATG(3TGAAAAA 
GGAGATCCAGGAGAAGAGGGAAAGCATGGCAAAGTGGGACGCATGGGGCCGAAAGGAATTAA 
AGGAGAACTGGGTGATATGGGAGATCAGGGCAATATTGGCAAGACTGGGCCCATTGGGAAGA 
AGGGTGACAAAGGGGAAAAAGGTTTGCTTGGAATACCTGGAGAAAAAGGCAAAGCAGGTACT 
GTCTGTGATTGTGGAAGATACCGGAAATTTGTTGGACAACTGGATATTAGTATTGCTCGGCT 
CAAGACATCTATGAAGTTTGTCAAGAATGTGATAGCAGGGATTAGGGAAACTGAAGAGAAAT 
TCTACTACATCGTGCAGGAAGAGAAGAACTACAGGGAATCCCTAACCCACTGCAGGATTCGG 
GGTGGAATGCTAGCCATGCCCAAGGATGAAGCTGCCAACACACTCATCGCTGACTATGTTGC 
CAAGAGTGGCTTCTTTCGGGTGTTCATTGGCGTGAATGACCTTGAAAGGGAGGGACAGTACA 
TGTCCACAGACAACACTCCACTGCAGAACTATAGCAACTGGAATGAGGGGGAACCCAGCGAC 
CCCTATGGTCATGAGGACTGTGTGGAGATGCTGAGCTCTGGCAGATGGAATGACJ^CAGAGTG 
CCATCTTACCATGTACTTTGTCTGTGAGTTCATCAAGAAGAAAAA GTAA CTTCCCTCATCCT 



ATTGTACTACATTTGATCTGAGTCAACATAGCTAGAAAATGCTAAACTGAGGTATGGAGCCT 
CCATCATCAAAAAAAAAAAAAAAA 



